Phenotypic-specific gene module discovery using a diagnostic tree and caBIG VISDA.
For the critical task of gene module discovery in genomic research, we present a model-based hierarchical data clustering and visualization algorithm, visual statistical data analyzer (VISDA), which effectively exploits human-data interaction to improve the clustering outcome. Guided by a diagnostic tree, we apply VISDA to a muscular dystrophy dataset that contains a number of different phenotypic conditions. We then superimpose existing knowledge of gene regulation and gene function (ingenuity pathway analysis) to analyze the clustering results and generate novel hypotheses for further research on muscular dystrophies.